structure elements are named βA, βB..., αA, αB... etc, except for the 8 C-terminal βα barrel units, which are numbered β1, β2..., α1, α2... etc. The sequence alignment was created using the accession numbers 4HHH_A (Pea), 4RUB_A (Tobacco), 1WDD_A (Rice), 8RUC_A (Rzhetsky & Nei, 1992) . The optimal tree with the sum of branch length = 0.98484718 is shown. Replicate trees in which the associated taxa clustered together in ≥95% (** = 100%, * = 99%) of the bootstrap iterations (1000 replicates) are shown at branch points (Felsenstein, 1985) . The tree is drawn to scale, with branch lengths in the same units as those of the evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using the p-distance method (Nei & Kumar, 2000) and are in the units of the number of amino acid differences per site.
The ME tree was searched using the Close-Neighbor-Interchange (CNI) algorithm (Nei & Kumar, 2000) at a search level of 1. The Neighbor-joining algorithm (Saitou & Nei, 1987) was used to generate the initial tree. The analysis involved 12 amino acid sequences. All positions containing gaps and missing data were eliminated. There were a total of 455 positions in the final dataset. Evolutionary analyses were conducted in MEGA6 (Tamura et al., 2013) . 
